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ID AC020568 standard; DNA; HTG; 192618 BP. 
XX 

AC AC020568; 

SV AC020568.4 XP-0021 92687 

XX ' 

DT 06-JAN-2000 (Rel. 62, Created) 

DT 21-JUL-2000 (Rel. 64, Last updated, Version 4) 
XX 

DE Homo sapiens chromosome 20 clone RP11-206C1, WORKING DRAFT SEQUENCE, 24 

DE unordered pieces. 

XX 

KW HTG; HTGSJDRAFT; HTGS PHASE 1 . 
XX ~ 

OS Homo sapiens (human) 

OC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; Mammalia; 

OC Eutheria; Primates; Catarrhini ; Hominidae; Homo. 

XX 

RN [1] 

RP 1-192618 

RA Waterston R.H. ; 

RT "The sequence of Homo sapiens clone"; 

RL Unpublished . 

XX 

RN [2] 

RP 1-192618 

RA Waterston R.H. ; 

RT 

RL Submitted (04- JAN-2000) to the EMBL/ GenBank/DDB J databases. 

RL Genome Sequencing Center, Washington University School of Medicine, 4444 

RL Forest Park Parkway, St. Louis, MO 63108, USA 

XX 

CC On Jul 19, 2000 this sequence version replaced gi: 9211362. 

CC Genome Center 

CC Center: Washington University Genome Sequencing Center 

CC Center code: WUGSC 

CC Web site :http : //genome . wustl . edu/gsc/ index . shtml 

CC Project Information 

CC Center project name: H_NH0206C01 

CC Summary Statistics 

CC Sequencing vector: M13; 93% 

CC Sequencing vector: plasmid; 7% 

CC Chemistry: Dye-primer ET; 93% of reads 

CC Chemistry: Dye -terminator Big Dye; 7% of reads 

CC Assembly program: Phrap; version 0.990319 

CC Consensus quality: 179082 bases at least Q40 

CC Consensus quality: 183120 bases at least Q30 

CC Consensus quality: 185448 bases at least Q20 

CC Insert size: 205000; agarose-fp 

CC Insert size: 190318; sum-of -contigs 

CC Quality coverage: 3.99 in Q20 bases; agarose-fp 

CC Quality coverage: 4.34 in Q20 bases; sum-of -contigs 

CC 

CC * NOTE: This is a 'working draft 1 sequence. It currently 

CC * consists of 24 contigs. The true order of the pieces 

CC * is not known and their order in this sequence record is 

CC * arbitrary. Gaps between the contigs are represented as 

CC * runs of N, but 'the exact sizes of the gaps are unknown. 

CC * This record will be updated with the finished sequence 

CC * as soon as it is available and the accession number will 

CC * be preserved. 

CC * l 1279: contig of 1279 bp in length 

CC * 1280 1379: gap of unknown length 

CC * 1380 3544: contig of 2165 bp in length 

CC * 3545 3644: gap of unknown length 

CC * 3645 5441: contig of 1797 bp in length 

CC * 5442 5541:* gap of unknown length 

CC * 5542 8421: contig of 2880 bp in length 

CC * 8422 8521: gap of unknown length 

CC * 8522 10096: contig of 1575 bp in length 

CC * 10097 10196: gap of unknown length 

CC * 10197 11938: contig of 1742 bp in length 
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1. .192618 
/chromosome="20 " 
/db_xref ="taxon: 9606" 
/organism="Hoino sapiens" 
/clone= ,, RPll-206Cl" 
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/note= " assembly_name : Cont ig3 1 clone_end : SP6 
vector_side: lef t" 
36070. .42473 

/note= "assembly_name : Cont ig32 " 
42574.. 49752 



FT /note- " assembly_name : Cont ig3 3 " 

FT misc_f eature 49853.. 57604 

FT /not e= " assembly_name : Cont ig3 4 " 

FT misc_f eature 57705.. 67088 

FT /note= "assembly^name : Contig35 " 

FT misc_f eature 67189.. 77656 

FT /not e= « assembly_name : Cont ig3 6 n 

FT misc_f eature 77757.. 92143 

FT /note^'assembly^ameiContigS? 1 ' 

FT misc_f eature 92244 .. 109240 

FT /note= "assembly_name : Contig38 " 

FT misc_f eature 109341 124285 

FT /note= n assembly_name :Contig39 H 

FT misc_f eature 124386 138608 

FT /note= ,f asserably_name : Cont ig40 " 

FT misc_feature 138709 .. 153882 

FT /note= "assembly_name : Contig41 " 

FT misc_f eature 153983 .. 169994 

FT /note= "assembly_name : Contig42 " 

FT misc_f eature 170095 .. 192618 

FT /note= n assembly_name :Contig43" 



XX " 

SQ Sequence 192618 BP; 56353 A; 40444 C; 39339 G; 54167 T; 2315 Other; 



tttactttct agatcagacc tcagtatgat catacagctg gatcctccca gtctttgtct 60 

ttccccaaac tcttacatct taggtaagtt tctactttcc ttagttctgg gtggggaaaa 120 

agaatactta gatttttatc tctgtttctt gttcagaagt agttttttaa ggttattttt 180 

gcactaaatt acttatagaa agttaggaaa taattatgtt acatgaagtg ttctgtatct 240 

aaaaggaatg gaaagatcct agaaatacac ttctctttcc aagccaattg gagagtttat 300 

aattgccaag aaacttctaa caattggagc taagatagct ctactaaccg cctcataacc 360 

tctcctacct aatgggatgc tataatgaaa gcaagtccca gatcaaaatc tgccacacag 420 

atgtatgtgt. ttttagcaag caggcacaaa aatagttgta gaacttgttc ttgtaagctt 480 

ggtgaaattt cagctctcta tcctataggt actctgacaa atgcttgcat gaaagatctg 540 

ctggaggcag tttcagccat attctaatgt cagagttcag ccagccttct agttggatta 600 

ggtgcaaagt ccagcacaaa gtgctgccct aaaagttgtt aaactgctgg acctgccaat 660 

tcttacacct tgttctgcaa gagcaagagt accagtgtat gatttccagc caatatcttg 720 



3 



tatgcataaa 
ctgaacagac 
aaaagtacaa 
gtatcaatcc 
tgaagccaat 
gaccagtacc 
tccaacagca 
aggataggtt 
aaaaatcaca 
tttatgatta 
gccatatatg 
tccctgagaa 
tggaagtttt 
aagaggaagt 
aagactcatc 
aactaaatgt 
aaatcaagaa 
ccaaggaggt 
cacaaacaag 
gaccatattg 
attcttcaca 
aaaaaaaaaa 
cacattaccc 
acataaaact 
taattatagc 
tctagttaac 
tccttgtctc 
acctaaaacc 
aggcaaagac 
ataggactta 
agacaaccca 
tccggaatcc 
gagtgggcta 
caggaaaaaa 
ataccacctt 
gtgtgtctgt 
accactatgg 
tccagcaatc 
agccataaaa 
tattctaagt 

tgggggctaa 

a ggggaagga 
gctcaggtga 
gcaaacacca 
aatttcacag 
aaagtgtagc 
ttctctggca 
catcaaaaaa 
tttggatata 
attgattttt 
taggagaggc 
ttgtgtctca 
gactgtccag 
gcatctcctg 
tctctacctt 
gtacaagaac 
tgcttccacc 
acatgaagct 
gtgtcccccc 
ccctcatgga 
tttcttccca 
ttattcttct 
gagtgtttca 
cagcaataca 
gttaccattg 
agtggagaag 
gttcccacca 
agatgattat 
gtattgttgt 
acctcctccc 
ctttcaccag 



ttcctggaac 
caataaaaag 
gaccagatgt 
tactgaagct 
gtcactttaa 
actgatgaat 
tatcaagaag 
aacatacaca 
tgatcatctc 
aaaccttcag 
acggacccac 
ctggaacaag 
agccagagca 
caaactgtcc 
cagaaagctc 
acacaaatca 
ctcaaacact 
gaaggacctc 
tggaaacaca 
ccaaaagcaa 
gaactagaaa 
acccgcatag 
atcttcaaac 
aggcacatag 
caactgattt 
aaatggtgct 
tcacttaata 
ataaaaattc 
ttcatggcca 
attaaactaa 
ccgagtgaga 
acaaggaact 
aggacatgaa 
tgcttaacat 
actcctgcaa 
ggtgataaag 
aaaacagtgt 
ccattaaata 
aagaataaaa 
ggggtaactc 
gctgtgagga 
tggaagagag 

tgggtgcacc 

cctgttcccc 
aatttaaaaa 
aagtggtagc 
tttggaaaga 
ttgtgtcagg 
aagcctcata 
aaaatcagga 
ttaaatgtac 
aatacctctg 
aatcttcgta 
aattaagcaa 
tagcacaagg 
tctcttcttc 
ttggtgctac 
tcctttcaga 
ttctaattta 
gagactgctg 
gagttgaact 
ttgcctatct 
tgaggaaagt 
taggggagca 
tcactatagc 
ccctgcgtgg 
aaatctcatg 
tagatcacgg 
tgtgatactg 
tctctcttac 
gattggaagc 



acacaaacct 
gaatgagatt 
attcacagct 
attccataaa 
taccaaaacc 
atacatgcag 
ataatccacc 
agtcaataaa 
aatagatgct 
caaaatcgac 
agcaaacatt 
acaaggatgc 
atcagacaag 
ctgttcactg 
ctagaactga 
gtagcactgc 
tttacaatag 
tacaaggaaa 
tcccatgctc 
tctacaagtt 
aaaacaattc 
ccaaagcaag 
tatactacaa 
accaatggaa 
ttgacaaagc 
gagattattg 
caaaaattga 
tagaagataa 
agaacccaaa 
aaagcttttg 
gaaaatcttc 
caaacaaatc 
tagacaattc 
cactaatgat 
gaatggtcat 
gaacactttt 
ggaaatttct 
tgtataaata 
tgatgacatt 
aggaatggaa 
cacgaaggca 
gcgagggata 
aaaatctcag 
aaaatcccaa 
agttcactgt 
ctctggacaa 
aagtatacac 
ccattgtcag 
atgatagttc 
cagcaattac 
tggatatggg 
gcctctgatt 
agcctggatt 
cacagaaaag 
gaggtcttta 
cacagtcagt 
atgcaggggg 
aactgagtgc 
tctccccata 
cctcttacat 
gctatagagc 
ggaaaggtct 
atttacaaag 
ctacttcctc 
catagctgta 
ccaacgcaca 
ttgattgtaa 
ggatggtttt 
acgagttctc 
tcctgctctc 
tttctgaggc 



cctagattaa 
gaaataaaat 
gaattctatc 
gaaagaggga 
aggaaaggat 
aaatccccaa 
attgtcaagt 
ttgatacatc 
gaaaaagcat 
atagaaagga 
atactgaatg 
tactttcacc 
agaaagaaat 
atgatatgat 
tacataaatt 
tatacaccaa 
ctgtaaaaaa 
actacaaaac 
atggatgggt 
caatgcaatt 
taaaattcat 
acttagcaaa 
ggctataatc 
aagaagagag 
aaacaaaaac 
gcaagccaca 
tacaagatgg 
catcagaaaa 
agtaaatgca 
cgcacgaaaa 
acaaactaag 
agcaagaaga 
tcaaaagaag 
tagggaaatg 
aatttaaaaa 
acactgctgg 
taaggaacta 
tatatattta 
cacagcaatc 
aaccaaacat 
tagaatgata 
aaagactaca 
aaattaccac 
tgaaataaaa 
tcagagttta 
tgggactcta 
atgaatatat 
ccttgaatgg 
acattgctta 
ttacaggaag 
acagaggcca 
tgcccatagt 
gctcaccagc 
tcctctgaag 
ccactggaca 
tatgattttt 
tcacgagctt 
tgtcaaccca 
tcacctcctt 
tcatttaacg 
cagtttcttt 
aaggaagata 
atgcacagag 
ccctaggctg 
gccataaggg 
gccacacagg 
tttccaatgt 
gcatgaatgt 
atgaaatcta 
accatgtgag 
ctccccagaa 



actagggaga 
ttttttttaa 
agatattcaa 
atcctgccta 
atacaaaaaa 
caaaatacta 
gggtttcata 
acataaacag 
ttgacaaaat 
cataccttaa 
gggaaaagtt 
acttctattc 
caagggcacc 
tgtataccta 
cagtaaagtt 
cagtgaccaa 
atacttaaga 
acagctgaca 
agaatcaata 
cccaccaaaa 
atggaacaac 
aagaacaaat 
accaaaacat 
aatccagaaa 
ataaagtggg 
tgtggaagaa 
atcaaagact 
atgcttctag 
acaaaaacaa 
caatcattag 
catctgacca 
aagcaaacaa 
atatacaaat 
taaatcaaca 
tctaaaaata 
tgggaatgta 
aaagtagatc 
tataccatgg 
tagatggaat 
catatgttct 
taatgaactc 
cattgggtac 
taaagaactt 
ataataataa 
taataatgaa 
gattttcacc 
caccactatg 
tcccatgatc 
atgtgatgcc 
ttgaacaaga 
agaatcatct 
cctcatacag 
tttcatttca 
tcactgaatc 
aagaaggacg 
gctgtaagat 
gtttcaggaa 
aactgtgtga 
cattccaatc 
agcaagggga 
gtttcactta 
tagatggccc 
ttaagggtca 
aaacggacag 
tgggagagca 
ctgatatagt 
tggaggaagg 
tttaacacca 
gttgtttaaa 
acgcctcgct 
gcagaagctg 



tatagaaagt 
attgccaaca 
agaaaaattg 
aagcattgta 
gaaaactata 
gctaactcaa 
ccaggggtgc 
aattaaaaac 
ctaacatttc 
tgtaataaaa 
gaaaacattg 
aacatagtag 
caaatcaata 
gaaaacccta 
tcaggataca 
gctgagaatc 
atattcttac 
tcatagatga 
ttgtgataat 
tatcatcatc 
aaccaaaaaa 
ctggaggcat 
catggcactg 
taaagccaaa 
gaaaagacat 
tgaaactgga 
taaatctgag 
acattcactt 
aaataaatag 
cagagcaaac 
aggactaata 
tcccatgaaa 
ggccaacaaa 
ctgtaatgcg 
atagatgttg 
aacttgcgca 
gaccatttga 
aatacaactc 
tggagaccct 
cacttacaag 
tggggacttg 
agtgtacact 
atccatggaa 
taaatgattt 
gtaagaatga 
ttgcatacac 
ataaagaaaa 
tactttttca 
taggcccata 
tgggacgtga 
cagttaggat 
gaaataacaa 
gctcctgtag 
ccataaaggc 
ataagggtaa 
catgtcctta 
aagacaggag 
gctctaaatg 
attcaatctg 
catgcaggca 
cttttcaaat 
aataattaag 
ggatcctaag 
ggaaggagca 
tgagcaggca 
ttggatctgt 
gccttgtggg 
tccccctttg 
agcgtgtagc 
ccccctttgc 
ctatgcttct 



52860 
52920 
52980 
53040 
53100 
53160 
53220 
53280 
. 53340 
53400 
53460 
53520 
53580 
53640 
53700 
53760 
53820 
53880 
53940 
54000 
54060 
54120 
54180 
54240 
54300 
54360 
54420 
54480 
54540 
54600 
54660 
54720 
54780 
54840 
54900 
54960 
55020 
55080 
55140 
55200 
55260 
55320 
55380 
55440 
55500 
55560 
55620 
55680 
55740 
55800 
55860 
55920 
55980 
56040 
56100 
56160 
56220 
56280 
56340 
56400 
56460 
56520 
56580 
56640 
56700 
56760 
56820 
56880 
56940 
57000 
57060 



tgtacagtct 
caggtatttc 
ggaaatccca 
caattccacc 
ctcttgggat 
ctatccctct 
cctgtctcat 
acttttatgc 
aaaagaacat 
aagannnnnn 
nnnnnnnnnn 
taaaaataat 
tatttttttt 
gtgcgatctc 
cctcctgagt 
acagtctcgc 



gtagagctat 
tttttagcaa 
aggtgctttc 
agaaaccaga 
gtcaaacagg 
caccttcttg 
ttcagctcta 
agaaatgttt 
atgtattttg 
nnnnnnnnnn 
nnnnnnnnnn 
tagtcccttg 
tttttttttg 
agctcactgc 
agctgggact 
tgtgtggccc 



tagccagtta 
tttgagaatg 
ctgctgtctt 
aataaaaaga 
ataaagaaga 
tatcctccta 
tcagactact 
gcatttgtta 
tttagaatat 
nnnnnnnnnn 
nnnnnnnnnn 
atctatagtt 
agacagactc 
aacctctgcc 
acctgtgtgt 
aggctggaga 



aacccatttc 
aactaataca 
ccagtctcct 
atcccactga 
atggaaagca 
attcctgggg 
ttaatgtttg 
aaaatgcata 
aactttggct 
nnnnnnnnnn 
nnnnnnnnnn 
ttcaggtttg 
tcactctgtc 
tcccgggttc 
gccaccatgc 
gcagtggtgc 



cttcataaat 
cagacagaga 
gctggtgtct 
tgtggtacat 
aatcctcatg 
ctttctctat 
gcttgtcttt 
gaaaataaaa 
gatctaataa 
nnnnnnnnnn 
nnnng agate 
gggcagggtc 
acccaggctg 
aagegattet 
ccagctaatt 
aatctcagct 



ttcccagtct 
gecaggagat 
cccagtgtct 
agaagecact 
gtaaatgaga 
ctgattgatc 
ctctactgtc 
tgtaatttta 
agacatgaag 
nnnnnnnnnn 
cgtccaaaaa 
ttaccaattg 
tagtgccgtg 
catgtctcag 
ttttttttta 
cactgcaacc 



